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1. A method for determining a bacterium suspected of 
being present in a aanple comprising Ah* n^u ppr/p-iy. 

a) teeing Baid sample by Gram-ataining »d ° ^ ' 9 OCF 2000 

b) testing said sample with a probe according to an in 
situ hybridisation protocol selected on the basis of the 
outcome of said Gram- 6taining . 

2. A method according to claim 1 wherein said sample ia a 
clinical sample. 

3. A method according to claim 2 wherein said sample is 
mammalian blood, preferably being derived from a human. 

4. A method according to claim l, 2 or 3 wherein said 
Gram-staining indicates the presence of a Gram-negative 
bacterium in said sample, further 

the rod or coccus character of said bacterium. 

5. a method according to claim 4 wherein said character is 
of the rod type, further comprising hybridising said 
sample with at least one proba selected from a group of 
probes capable of hybridising with nucleic acid found in 
Escherichia, cold, in Klebsiella pneumoniae, in Klebsiella 
oxytoca, in Serracia jnarcescens, in EnteroJbacfcer 
aerojenes, in Enterobacter cloacae, in Proteus vulgaris, 
in Proteus mirabilie, in Salmonella typhi, in Pseudomonas 
aeruginosa , 

6. A method according co claim 5 wherein said nucleic acid 
is ribosomal RUA. 

7. A method according to claim 6 wherein aaid probe is 
having no more than five, preferably no tnor* than two 
mismatches with a probe selected of a group composed of 
probes having a sequence OCCTGCCAGTTTCOAATG or 
GTAGCCCTACTCGTAAGG or GAGCAAAGQTATTAACTTTACTCCC or 
GTTAGCCGTCCCTTTCTGG . 

9. A method according to claim 4 wherein said character la 
of the coccus type, further comprising Bubje ct ing said 
sample to treatment with a lynig buffer comprising 
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bacterium i„ ea id sample, furtn6r comprising determining 
the, rod or coccus character of said bacterium. 
10. A, method according to claim 9 wharain said character 
is of the rod type, further comprieing subjecting said 
sample \o treatment with a lysis buffer comprising 
lysozyme\and/or Proteinase K. 

U. A method according to claim 9 wherein said character 

of the dpccus type, further comprising determining a 
chain-lilce or clunip-like character of said bacteria. 
12. A method according to claim 11 wherein said character 
is chain-lakeA further comprising eub D ect±ng said sample 
to treatment wi^h a lysis buffer comprising lysozyme. 

13- A method acctard 

r w» — w-^^-. ^ unei cumprising 

hybridising said V*raple w ± zn at least onR probe gelect€d 
from a group of pz^bee capable of hybridising' with nucleic 
acid found in Enterdeoccue faecalis, in Streptococcus 
pneumoniae, in Streptococcus otitis, in Streptococci 
viridans, in Streptococcus smnguie. in finterococcus 
faecium. 

14. A method according to claim 13 wherein eaid nucleic 
acid is ribosomal RNA. 

15. A method according to claim 14 wherein eaid probe is 
having no ™ore than five, preferably no more than two 
mismatches with a probe B el ected of a group cotiposed of 
probes having a sequence TTATCCCCCTCTGATGGG or 
AGAGAAGCAAGCTTCTCGTCCG or SCCACTCCTCTTTTTCCGG . 

16. A method according to claim n wherein eaid character 
is clump-like, further comprising subjecting said aample 
=o treatment with a lysis buffer comprising lysostaphin 
and/ or Proteinase K. 

17. A method according to clai n IS further comprising 
hybrad 18 ing said .ample with at least one probe selected 

llZ r ° f Pr ° beS CSPable ° f h >*~di a ing with nucleic 

acid found m Staphyloma cv S ^aus. in Staphylococci 

haenolyticve, in Staphylococcus , ap ^„ h .^ 



A method according to claim le wherein said probe i B 
having no more than five, preferably no more than tw 
mismatches with a probe selected of a group composed of 
probes Having a Sequence GCTAATGCAGCGCGGATCC or 
CCGAAGGGGAAGGCTCTA or AGAGAAGCAAGCTTCTCGTCCGTT . 

20. A method according to any of claims 4 to 19 further 
comprising hybridising said sample with at least one 
positive control probe and/or with at least one negative 
control probe. 

21. A method according to claim 20 wherein said positive 
control probe comprises no more than five mismatches with 
a probe with the sequence GCTGCCTCCCGTAGGAGT and/or 

w _ ^„^ vo toni roi prone comprises no more than 
civs mismatches with a probe with the sequence 
ACTCCTACGGGAGQCAGO . 

22. A method according to anyone of claims L to 21 
further comprising a one-step procedure to bind bacteria 
present in said sample to a microscopic slide and 
simultaneously fix intracellular structures. 

23. A method according to anyone of claims 1 to 22 
wherein eaid probe i B selected for its reactivity with 
Dnfi ° r a 9r ° u P of bacterial genera and/or species having 
congruent susceptibility ta antibiotic treatment. 

24. A probe detecting or identifying a bacterium in a 
sample, preferably a clinical Bamp l e< said probe deBigned 
to hybridise specifically with nucleic acid in bacteria 
wath congruent acceptability or resistance to 

ant ibiot ics . 

PS. A probe according to claim 24 wherein said prob „ is 
having no more than five, preferably no more than two 
mismatches with a probe selected of a group composed of 
probes having a sequence GCCTGCCAGTTTCGAATG or 
GTAGCCCTACTCGTAAGO or GAGCAAAGGTATTAACTTTACTCCC or 
GTTAGCCGTCCCTTTCTGG or TTATCCCCCTCTGATGGG or 
AGAGAAGCAAGCTTCTCGTCCG or GCCACTCCTCTlTTTCCGG or 
GCTAATGCAGCGCGGATCC or CCCSAAC3GGOA7\fyy-T^Ta _ 
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26. A diagnose Ce « kit comprising mean* for detecting 
or identifying a bacterium suspected of being present in & 
sample uaing a method according to anyone of claims 1 to 
23 or using a probe acceding to claim 24 or 25 , 



